LGS1 (E), the LGS1 C-terminus (F), the LGS1 N-terminus (G), and GIFs (H). These cDNAs were fused to the GAL4 DNA-binding domain in pGBKT7, or to the GAL4 DNA-activating domain in pGAKT7. (I) Subcellular localization of LGS1. The LGS1-green fluorescent protein (GFP) fusion protein was localized to the nucleus. Bright field, Arabidopsis cells imaged on bright field; GFP, Arabidopsis cells expressing LGS1-GFP; RFP, Arabidopsis cells expressing the nuclear localization marker Collin-RFP; Merge, merged image of GFP and RFP. (J) Transcriptional activity of the LGS1 C-terminus. (K) Interaction between LGS1 and GIFs. Full-length LGS1 includes amino acid residues 1-394 (LGS1 JF178 , lgs1 Ma85 ). The LGS1 C-terminus contains residues between 173-394, and the N-terminus has amino acid residues between 1-172. The LGS1 cDNA was cloned from JF178, whereas the lgs1 cDNA was from Ma85. Full-length cDNAs of OsGIF1 (Os11g0615200), OsGIF2 (Os12g0496900), and OsGIF3 (Os03g0733600) were cloned from Ma85. Figure S12 . Phylogenetic tree of the OsGRF family members in rice. The MEGA7 Neighbour-Joining tree was inferred from the 12 amino acid sequences of the GRF4 homologs in indica rice. The tree is drawn to scale, with branch lengths in the same units as those of the evolutionary distances used to infer the phylogenetic tree. The evolutionary distances were computed using the Poisson correction method and were in units of the number of amino acid substitutions per site. All positions containing gaps and missing data were eliminated. Scale bar values are shown as their evolutionary notes.
